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After the online publication of the article by Kuzu et al. (2016) Table 6 were computed using a definition which is different from that used in CAPRI. In the paper, the superposition was performed for the entire protein, and the r.m.s.d. was then computed only for the interface residues. We have revised Table 6 by recalculating i.r.m.s.d. Table 6 Performance of our method on the HADDOCK-EM set (van Zundert et al., 2015) where cases were selected from the ZDOCK benchmark set. 
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